ABSTRACT Herpes simplex virus 2, or human herpesvirus 2, is a ubiquitous human pathogen that causes genital ulcerations and establishes latency in sacral root ganglia. We fully sequenced and manually curated the viral genome sequence of herpes simplex virus 2, strain 333 using Pacific Biosciences and Illumina sequencing technologies.
deletion, respectively. Using Illumina read mapping, those indels contained in the annotated coding DNA sequence (CDS) were corrected manually in the PacBio contig. The final assembly (155,503 bp), was 828 bp longer than the strain HG52 reference sequence (GenBank accession no. NC001798) and showed small differences in both ends but shared 99% genome identity. Despite the use of long reads for the assembly, the "a" sequences at both ends were not fully resolved, and only the central one was complete. Although repeated regions are considered equal, small differences were observed between them.
Data availability. The viral genome sequence of HSV-2 strain 333 was deposited in ENA/GenBank under the accession no. LS480640.
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